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In Brief
Vertebrate kinetochores require dual
CENP-C- and CENP-T-based assembly
pathways. Rago et al. demonstrate that
these pathways recruit the microtubule-
binding KMN network with a functionally
inverted configuration and that they are
regulated by distinct mitotic kinases. This
work provides insights into the assembly
of the core mitotic kinetochore.
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Summary
The kinetochore provides a vital connection between chro-
mosomes and spindle microtubules [1, 2]. Defining the mo-
lecular architecture of the core kinetochore components is
critical for understanding the mechanisms by which the
kinetochore directs chromosome segregation. The KNL1/
Mis12 complex/Ndc80 complex (KMN) network acts as the
primary microtubule-binding interface at kinetochores [3]
and provides a platform to recruit regulatory proteins [4].
Recent work found that the inner kinetochore components
CENP-C and CENP-T act in parallel to recruit the KMN net-
work to kinetochores [5–8]. However, due to the presence
of these dual pathways, it has not been possible to distin-
guish differences in the nature of kinetochore assembly
downstream of CENP-C or CENP-T. Here, we separated
these pathways by targeting CENP-C and CENP-T indepen-
dently to an ectopic chromosomal locus in human cells.
Our work reveals that the organization of the KMN network
components downstream of CENP-C and CENP-T is distinct.
CENP-C recruits the Ndc80 complex through its interactions
with KNL1 and the Mis12 complex. In contrast, CENP-T di-
rectly interacts with Ndc80, which in turn promotes KNL1/
Mis12 complex recruitment through a separate region on
CENP-T, resulting in functional relationships for KMN net-
work localization that are inverted relative to the CENP-C
pathway. We also find that distinct regulatory paradigms
control the assembly of these pathways, with Aurora B ki-
nase promoting KMN network recruitment to CENP-C and
cyclin-dependent kinase (CDK) regulating KMN network
recruitment to CENP-T. This work reveals unexpected com-
plexity for the architecture and regulation of the core compo-
nents of the kinetochore-microtubule interface.Results
Distinct Regions of CENP-T Recruit KMN Network
Components
Previous work has analyzed kinetochore assembly primarily at
endogenous kinetochores, which contain both CENP-C- and
CENP-T-based assembly pathways [5–8]. To circumvent the
challenge posed by the presence of these dual pathways at
endogenous kinetochores, we targeted CENP-C or CENP-T
separately to an ectopic chromosomal locus in human cells.
For these experiments, we utilized our established assay in
which a lac repressor (LacI) fusion protein targets CENP-C or2Current Address: Genentech, Inc., 1 DNA Way, South San Francisco,
CA 94080, USA
*Correspondence: icheese@wi.mit.eduCENP-T to an integrated lac operon (lacO) array in U2OS cells
in the absence of the reciprocal protein [6]. We found that the
N-terminal 100 amino acids of CENP-C were necessary and
sufficient to recruit all KMN (KNL1/Mis12 complex/Ndc80
complex) network components to the lacO array (Figures 1A,
1B, and S1A), consistent with prior work [6, 9–11]. However,
despite previous reports that the N-terminal 21 amino acids
of CENP-C were sufficient to interact with the Mis12 complex
in vitro [10], we found that CENP-C 1-21 was unable to recruit
the KMN network to LacI foci in cells (Figures 1B and S1A).
Direct interactions between the CENP-C N terminus (residues
1–234) and the entire KMN network can also be reconstituted
in vitro (Figure S2A).
We next analyzed the requirements for KMN network recruit-
ment downstream of CENP-T. Previous work found that all
three KMN network components are recruited to GFP-CENP-
T-LacI foci via the N-terminal 375 amino acids of CENP-T
(Figures 1C and 1D; [6]). Although CENP-T binds to the Ndc80
complex directly [5], biochemical experiments cannot recreate
robust interactions betweenCENP-T and the KNL1/Mis12 com-
plex, even with Ndc80 present (Figure S2B; [5, 8]). In addition,
the Mis12 complex and N terminus of CENP-T (aa 76–106)
bind to the Ndc80 complex in amutually exclusivemanner, pre-
cluding assembly of theKMNnetwork in the canonically defined
manner [3, 5, 7, 8, 12–18]. We found that the first 106 amino
acids of CENP-T were sufficient to recruit the Ndc80 complex
to the lacO array (Figures 1C and 1D), consistent with previous
data [5, 7]. However, neither the Mis12 complex nor KNL1 were
recruited by this CENP-T fragment. A reciprocal truncation
(CENP-T residues 107–375) was unable to recruit any KMN
network components (Figures 1C and 1D). A series of additional
CENP-T truncations (Figures 1D and S1B) allowed us to refine
the minimal functional region required for the recruitment of
the complete KMN network to residues 1–230. This analysis
suggests that a conserved domain in the vicinity of amino acids
200–230 in CENP-T (Figure S1C) is important for KNL1/Mis12
complex recruitment. Therefore, although the KMN network is
biochemically stable on its own [3, 19, 20], the recruitment of
KMN network components to CENP-T foci is separable.
KMN Network Components Display Inverted Functional
Relationships Downstream of CENP-C and CENP-T
We next sought to dissect the dependency relationships be-
tween KMN network components at CENP-C and CENP-T
foci. Prior work analyzing the kinetochore assembly hierarchy
downstream of CENP-C [9–11, 21] suggested that the Mis12
complex and KNL1 act upstream to recruit the Ndc80 complex
[3, 21–23]. To define the relationships between KMN compo-
nents, we performed RNAi depletions and quantified KMN
network recruitment to CENP-T-LacI or CENP-C-LacI foci.
Consistent with previous models for KMN network organiza-
tion, we found that KNL1 and the Mis12 complex are interde-
pendent at both CENP-C and CENP-T foci (Figures 2A and
2B) [3, 19]. In addition, we found that depletion of KNL1 or
the Mis12 complex subunit Dsn1 led to the loss of the Ndc80
complex at CENP-C-LacI foci (Figure 2A). In contrast, deple-
tion of the Ndc80 complex subunit Nuf2 did not strongly
disrupt the recruitment of KNL1 or Mis12 to CENP-C-LacI
Figure 1. KMN Network Components Display Separable Recruitment to CENP-T
(A) Immunofluorescence images showing positive (GFP-CENP-C (1–100)-LacI) or negative (GFP-CENP-C (101–234)-LacI) colocalization with anti-Ndc80 in
nocodazole-treated cells. Chosen cells lacked overlap between the GFP focus and endogenous kinetochores marked by anti-CENP-A. Images were scaled
independently to show the full range of data. Arrowheads indicate position of the GFP focus.
(B) Summary of immunofluorescence experiments assessing colocalization of KMN components with the indicated CENP-C-LacI fusions. >90% of cells
displayed the indicated behavior (n = 50 cells/condition).
(C) Representative immunofluorescence images showing localization of GFP-CENP-T-LacI foci and KMN components in nocodazole-arrestedmitotic cells.
Images were scaled independently to show the full range of data. Numbers in lower right indicate number of mitotic cells showing colocalization.
(D) Summary of colocalization of KMN components with CENP-T-LacI fusions. >90% of cells observed displayed the indicated behavior (n = 50 cells/con-
dition). Scale bars, 5 mm.
See also Figures S1 and S2.
672foci (Figure 2A). Partial loss of KNL1/Mis12 complex localiza-
tion following Nuf2 depletion has been described previously
[22] and is consistent with a stabilizing role for the Ndc80 com-
plex in KMN network assembly. These dependency relation-
ships agree with previous analyses of the CENP-C pathway,
with Ndc80 complex recruitment occurring downstream of
KNL1 and Mis12 (Figure 2A).
In contrast, we found distinct relationships for the KMN
network components downstream of CENP-T. KNL1 or Dsn1
depletion resulted in a modest reduction in Ndc80 complex
localization (Figure 2B), suggesting that these proteins are
not required for Ndc80 complex recruitment but may stabilize
Ndc80 bound to the CENP-T receptor. Strikingly, depletion of
Nuf2 eliminated KNL1 and Mis12 recruitment to CENP-T-LacI
foci (Figure 2B). These data suggest that the Ndc80 complex
acts upstream of KNL1 and the Mis12 complex for the
CENP-T-based kinetochore assembly pathway (Figure 2B),
such that these functional relationships are inverted relative
to the CENP-C-based pathway.
To test whether this organization also exists at endogenous
kinetochores, we next conducted RNAi experiments in HeLa
cells. Codepletion of CENP-C and CENP-T significantlyreduced KMN network localization relative to the individual de-
pletions (Figure 2C; [6]), consistent with the presence of dual
pathways. As we found that the Ndc80 complex was required
upstream of KNL1 and the Mis12 complex at CENP-T foci (Fig-
ure 2B), we predicted that depletion of either Ndc80 or CENP-T
should cause a similar failure of KNL1/Mis12 complex recruit-
ment. Indeed, codepletion of CENP-C and the Ndc80 complex
subunit Nuf2 resulted in a severe reduction ofMis12 localization
to levels equivalent to those observed when both the CENP-T
and CENP-C pathways were disrupted directly (Figure 2C).
These data support a model in which KMNnetwork recruitment
downstream of CENP-T is promoted by the Ndc80 complex.
CDK Phosphorylation Regulates the Recruitment of KMN
Network Components through Multiple Distinct Regions
within CENP-T
Although CENP-C and CENP-T are present at centromeres
throughout the cell cycle, the KMN network assembles prior
to mitotic entry and disassembles at mitotic exit [24]. There-
fore, we next assessed the regulation of outer kinetochore as-
sembly downstream of CENP-C and CENP-T. Our previous
work highlighted the importance of cyclin-dependent kinase
Figure 2. The KMN Network Displays Distinct Dependency Relationships for Recruitment Downstream of CENP-C and CENP-T
(A and B) Top: representative immunofluorescence images of GFP-CENP-C (1–100)-LacI (A) and GFP-CENP-T (1–250)-LacI (B) foci following depletion of
KMN components. Bottom: quantification of antibody/GFP intensity ratio at the focus, normalized to control RNAi (6SEM). n = 20. Right: schematic of inter-
dependency of KMN components for the CENP-C (A) and CENP-T (B) pathways determined by RNAi (this figure) and truncation analyses (Figure 1). For
CENP-T, KNL1/Mis12 complex recruitment requires the Ndc80 complex and a second region on CENP-T.
(C) Representative immunofluorescence images showing anti-CENP-A and anti-Mis12 complex levels in HeLa cells. Quantification of Mis12 is shown in
bottom right as fraction of control RNAi 6 SD. n = 10.
NS, not significant; *p < 0.05; **p < 0.01; ***p < 0.001; Student’s t test. Scale bars, 5 mm.
673(CDK) in promoting the binding and recruitment of the Ndc80
complex to CENP-T [5, 6, 24]. This work identified residues
76–106 in CENP-T as a key Ndc80 complex binding region
[5]. Based on sequence homology, there is a similar motif at
amino acids 11–25 in CENP-T. Each motif includes a mapped
CDK phosphorylation site (residue T11 or T85) (Figure 3A;[5, 24]). Disrupting these motifs individually through an N-ter-
minal truncation (CENP-T aa 25–375) or using nonphosphory-
latable T11A or T85A single mutants did not prevent KMN
network recruitment to the ectopic locus (Figures 3B, 3C,
S3A, and S3B). In contrast, a T11A T85A double mutant abro-
gated recruitment of the KMN network (Figures 3B, 3C, S3A,
Figure 3. Recruitment of KMN Network to CENP-T Is Dependent on CDK Phosphorylation
(A) CENP-T schematic indicating its KMN network recruitment [6] and histone fold [25] domains. Indicated residues correspond to CDK phosphorylation
sites [5, 24], with those analyzed in this study in red. Sequences corresponding to hatched regions are shown below. Alignment was performed using
EMBOSS Water [26].
(B) Representative immunofluorescence images showing GFP-CENP-T-LacI foci costained for Ndc80 or Mis12 complexes in nocodazole-treated cells.
Images were scaled independently to show the full range of data. Numbers in lower right indicate the number of mitotic cells with colocalization between
GFP and the indicated KMN component. Wild-type CENP-T (1–250) images are duplicated from Figure S1. Scale bar, 5 mm.
(C) Quantification of antibody/GFP fluorescence ratio (6SEM) at the indicated foci, normalized to wild-type CENP-T. n = 10 cells/condition. NS, not signif-
icant; *p < 0.05; **p < 0.01; ***p < 0.001; Student’s t test.
(D) Immunofluorescence images of cells following 72 hr IPTG washout. Cells with two or more GFP foci are marked with arrowheads. Centromeres were
stained with anti-centromere antibodies (ACA). Scale bar, 15 mm.
(E) Table showing the frequency of cells with multiple GFP foci following 72 hr IPTG washout. n = 100 cells/condition.
See also Figure S3.
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675and S3B). This suggests that both Ndc80 complex binding
motifs are functional. However, our data do not distinguish
whether a single CENP-T simultaneously recruits two Ndc80
complexes (with incomplete occupancy of these sites) or
whether these motifs act together to create a robust binding
interface for a single Ndc80 molecule.
We next tested the regulation of KNL1 and Mis12 complex
localization downstream of CENP-T. Our truncation analysis
identified amino acids 200–230 in CENP-T as critical for
KNL1 and Mis12 complex recruitment (Figures 1D and S1B).
Therefore, we generated a phosphoinhibitory mutation in the
neighboring CDK phosphorylation site T195 (Figure 3A).
Although Ndc80 complex localization to CENP-T T195A
mutant foci was largely unaffected (Figure 3C), the levels of
KNL1/Mis12 were strongly reduced (Figures 3B, 3C, S3A,
and S3B). Despite the importance in vivo of phosphorylation
of T11, T85, and T195, phosphomimetic mutations cannot
reconstitute robust interactions between CENP-T and the
complete KMN network in vitro (Figure S2B).
Finally, we tested the effect of altering KMN network recruit-
ment downstream of CENP-T on chromosome segregation.
Due to the integration of lacO in the arm of chromosome 1 in
these cell lines, ectopic targeting of the CENP-T-LacI fusion
creates a dicentric-like chromosome that strongly perturbs
chromosome segregation [6, 27]. This behavior results in the
accumulation of GFP foci [27] but is suppressed by the addi-
tion of isopropyl b-D-1-thiogalactopyranoside (IPTG) to dis-
rupt the lacO/LacI interaction. Cells expressing GFP-LacI as
a control displayed a single focus in each cell, consistent
with proper chromosome segregation (Figures 3D and 3E). In
contrast, after removal of IPTG from the growth media for
72 hr, w50% of cells expressing the wild-type or T195A
GFP-CENP-T-LacI construct had two or more foci, indicating
chromosome missegregation (Figures 3D and 3E). However,
CENP-T T11A, T85A, and T11A T85A mutants showed attenu-
ated defects (Figure 3E), consistent with their reduced ability
to recruit the KMN network (Figures 3C and S3B). Together,
these data indicate that CDK regulates the interaction of
CENP-T with the KMN network at multiple distinct sites, with
functional consequences for chromosome segregation.
Aurora B Kinase Activity Is Required for Kinetochore
Assembly Downstream of CENP-C
We next analyzed the regulation of the CENP-C pathway.
Aurora B kinase, which plays a key role in controlling kineto-
chore-microtubule attachments [28], has been implicated
in kinetochore assembly in Xenopus laevis [29] and budding
yeast [30]. Although we observed previously that Aurora B in-
hibition in HeLa cells resulted in only a modest defect in kinet-
ochore assembly [31], we considered that this defect might be
magnified when the CENP-C- and CENP-T-based assembly
pathways were analyzed separately. Indeed, treatment with
the Aurora B inhibitor ZM447439 significantly reduced locali-
zation of all KMN network components to CENP-C-LacI foci
(Figure 4A). In contrast, Ndc80 complex recruitment to the
CENP-T-LacI focus was unaffected by ZM447439 treatment
(Figure 4B). However, we observed significant loss of KNL1
and Mis12 complex localization to the CENP-T-LacI focus,
suggesting that Aurora B phosphorylation may play a role in
stabilizing the Mis12/KNL1 interaction or may contribute to
KNL1 andMis12 complex recruitment downstreamof CENP-T.
We next tested the role of Aurora B in regulating endoge-
nous kinetochore assembly. We reasoned that if Aurora B pro-
motes kinetochore assembly downstream of CENP-C, theeffect of Aurora B inhibition would bemagnified in the absence
of the CENP-T-based assembly pathway. Indeed, combining
CENP-T RNAi and ZM447439 treatment led to an enhanced
reduction in Mis12 complex localization relative to the individ-
ual treatments (Figure 4C). In contrast, combining CENP-C
RNAi and ZM447439 treatment did not lead to a further reduc-
tion in Mis12 complex localization relative to CENP-C deple-
tion alone (Figure 4C).
Aurora B kinase directly phosphorylates KNL1, Ndc80, and
the Mis12 complex subunit Dsn1 [31]. However, phosphoryla-
tion of KNL1 regulates its interactions with PP1 [32] andmicro-
tubules [31], and Ndc80 phosphorylation regulates its interac-
tions with microtubules [3, 17]. Therefore, we evaluated the
contribution of Aurora B phosphorylation of Dsn1 for promot-
ing Mis12 complex localization. To test this, we analyzed a
GFP-Dsn1 mutant in which the mapped Aurora B phosphory-
lation sites weremutated to aspartic acid (SD) to mimic consti-
tutive phosphorylation [31]. This mutant localized to mitotic
kinetochores in a manner similar to wild-type Dsn1. However,
we found that the GFP-Dsn1 SD mutant displayed enhanced
localization to G1 and G2 kinetochores (Figure 4D). This
increased G1 localization was not affected by CENP-T deple-
tion but was strongly compromised following CENP-C de-
pletion (Figure S4). In contrast, we previously reported that
the corresponding GFP-Dsn1 phosphoinhibitory mutant had
minimal effect on its mitotic localization [31], suggesting that
additional interactions promotemitoticMis12 complex recruit-
ment. In addition, the KMN network is able to interact with
CENP-C in vitro regardless of its phosphorylation state (Fig-
ure S1A and data not shown; [10]). Together, these data sug-
gest Aurora B kinase promotes the recruitment of the KMN
network to kinetochores, particularly downstream of CENP-C.
Discussion
Despite the identification of more than 100 different compo-
nents of the human kinetochore, defining the basic kinetochore
architecture remains an ongoing challenge. In particular, it has
been unclear how kinetochore components assemble down-
stream of the recently defined CENP-C- and CENP-T-based
pathways. Here, we have demonstrated that these two path-
ways are not simply duplications; rather, each pathway dis-
plays distinct regulation and functional relationships for KMN
network recruitment (Figure 4E). Recent work from Kim and
Yu [33] also identified similar differences in the behavior and
regulation of these pathways. When tested separately at the
ectopic focus, CENP-T and CENP-C are each capable of inde-
pendently recruiting the entire KMN network. However, it re-
mains to be determined how the two pathways interact when
both are present at endogenous kinetochores. For example,
theKMNnetwork componentsmay be recruited independently
by CENP-C and CENP-T, or a KMN unit may interact simulta-
neously with both receptors (Figure 4E). We also cannot rule
out the possibility that additional kinetochore components
contribute to the recruitment of KNL1 and the Mis12 complex
downstream of CENP-T at endogenous kinetochores. In sum-
mary, our work has uncovered a complex architecture for the
core kinetochore components.
Supplemental Information
Supplemental Information includes four figures and Supplemental Experi-
mental Procedures and can be found with this article online at http://dx.
doi.org/10.1016/j.cub.2015.01.059.
Figure 4. Aurora B Kinase Regulates KMN Network Recruitment Downstream of CENP-C
(A and B) Left: quantification of antibody/GFP intensity normalized to DMSO treatment for the indicated conditions (6SEM). n = 20. Right: representative
immunofluorescence images of GFP-CENP-C (1–100)-LacI (A) and GFP-CENP-T (1–250)-LacI (B) foci after treatment.
(C) Representative immunofluorescence images showing CENP-A andMis12 levels in HeLa cells. Quantification ofMis12 atmitotic kinetochores is shown in
lower right as a fraction of control RNAi + DMSO 6 SD. n = 10. All images were scaled relative to their DMSO and RNAi control.
(D) Representative immunofluorescence images of GFP-Dsn1wild-type and Aurora B phosphomimetic (S28D S78D S100D S109D)mutant-expressing HeLa
cells after RNAi depletion of endogenous Dsn1. GFP fluorescence is shown in bottom right as a fraction of mitotic kinetochore fluorescence for each
construct 6 SD. n = 90–300 kinetochores/condition from multiple cells. Images were scaled equivalently within each cell line.
(E) Model for KMN network recruitment at CENP-T or CENP-C foci (left) or endogenous kinetochores (right). It remains unknown whether KNL1/Mis12
interact directly with CENP-T, whether two Ndc80 complexes bind simultaneously to CENP-T, and whether a single KNL1/Mis12 complex can bridge
CENP-T and CENP-C at endogenous kinetochores. Stars indicate phosphorylation by the indicated kinase.
For (A)–(D): NS, not significant; *p < 0.05; ***p < 0.001; Student’s t test. Scale bars, 5 mm. See also Figure S4.
676
677Acknowledgments
We thank the members of the I.M.C. lab for their kind support and helpful
discussions. This work was supported by a Scholar award to I.M.C. from
the Leukemia & Lymphoma Society, a grant from the NIH/National Institute
of General Medical Sciences to IMC (GM088313), a Research Scholar Grant
to I.M.C. (121776) from the American Cancer Society, and a National Sci-
ence Foundation graduate research fellowship to F.R.
Received: January 8, 2015
Revised: January 19, 2015
Accepted: January 23, 2015
Published: February 5, 2015
References
1. Cheeseman, I.M., and Desai, A. (2008). Molecular architecture of the
kinetochore-microtubule interface. Nat. Rev. Mol. Cell Biol. 9, 33–46.
2. Rago, F., and Cheeseman, I.M. (2013). Review series: The functions and
consequences of force at kinetochores. J. Cell Biol. 200, 557–565.
3. Cheeseman, I.M., Chappie, J.S., Wilson-Kubalek, E.M., and Desai, A.
(2006). The conserved KMN network constitutes the core microtubule-
binding site of the kinetochore. Cell 127, 983–997.
4. London, N., and Biggins, S. (2014). Signalling dynamics in the spindle
checkpoint response. Nat. Rev. Mol. Cell Biol. 15, 736–747.
5. Nishino, T., Rago, F., Hori, T., Tomii, K., Cheeseman, I.M., and
Fukagawa, T. (2013). CENP-T provides a structural platform for outer
kinetochore assembly. EMBO J. 32, 424–436.
6. Gascoigne, K.E., Takeuchi, K., Suzuki, A., Hori, T., Fukagawa, T., and
Cheeseman, I.M. (2011). Induced ectopic kinetochore assembly by-
passes the requirement for CENP-A nucleosomes. Cell 145, 410–422.
7. Malvezzi, F., Litos, G., Schleiffer, A., Heuck, A., Mechtler, K., Clausen, T.,
and Westermann, S. (2013). A structural basis for kinetochore recruit-
ment of the Ndc80 complex via two distinct centromere receptors.
EMBO J. 32, 409–423.
8. Schleiffer, A., Maier, M., Litos, G., Lampert, F., Hornung, P., Mechtler, K.,
andWestermann, S. (2012). CENP-T proteins are conserved centromere
receptors of the Ndc80 complex. Nat. Cell Biol. 14, 604–613.
9. Przewloka, M.R., Venkei, Z., Bolanos-Garcia, V.M., Debski, J., Dadlez,
M., and Glover, D.M. (2011). CENP-C is a structural platform for kineto-
chore assembly. Curr. Biol. 21, 399–405.
10. Screpanti, E., De Antoni, A., Alushin, G.M., Petrovic, A., Melis, T.,
Nogales, E., and Musacchio, A. (2011). Direct binding of Cenp-C to
the Mis12 complex joins the inner and outer kinetochore. Curr. Biol.
21, 391–398.
11. Milks, K.J., Moree, B., and Straight, A.F. (2009). Dissection of CENP-C-
directed centromere and kinetochore assembly. Mol. Biol. Cell 20,
4246–4255.
12. Ciferri, C., De Luca, J., Monzani, S., Ferrari, K.J., Ristic, D., Wyman, C.,
Stark, H., Kilmartin, J., Salmon, E.D., and Musacchio, A. (2005).
Architecture of the human ndc80-hec1 complex, a critical constituent
of the outer kinetochore. J. Biol. Chem. 280, 29088–29095.
13. Ciferri, C., Pasqualato, S., Screpanti, E., Varetti, G., Santaguida, S., Dos
Reis, G., Maiolica, A., Polka, J., De Luca, J.G., De Wulf, P., et al. (2008).
Implications for kinetochore-microtubule attachment from the structure
of an engineered Ndc80 complex. Cell 133, 427–439.
14. Wei, R.R., Sorger, P.K., and Harrison, S.C. (2005). Molecular organiza-
tion of the Ndc80 complex, an essential kinetochore component.
Proc. Natl. Acad. Sci. USA 102, 5363–5367.
15. Wei, R.R., Schnell, J.R., Larsen, N.A., Sorger, P.K., Chou, J.J., and
Harrison, S.C. (2006). Structure of a central component of the yeast
kinetochore: the Spc24p/Spc25p globular domain. Structure 14,
1003–1009.
16. Wei, R.R., Al-Bassam, J., and Harrison, S.C. (2007). The Ndc80/HEC1
complex is a contact point for kinetochore-microtubule attachment.
Nat. Struct. Mol. Biol. 14, 54–59.
17. DeLuca, J.G., Gall, W.E., Ciferri, C., Cimini, D., Musacchio, A., and
Salmon, E.D. (2006). Kinetochore microtubule dynamics and attach-
ment stability are regulated by Hec1. Cell 127, 969–982.
18. Wilson-Kubalek, E.M., Cheeseman, I.M., Yoshioka, C., Desai, A., and
Milligan, R.A. (2008). Orientation and structure of the Ndc80 complex
on the microtubule lattice. J. Cell Biol. 182, 1055–1061.
19. Petrovic, A., Mosalaganti, S., Keller, J., Mattiuzzo, M., Overlack, K.,
Krenn, V., De Antoni, A., Wohlgemuth, S., Cecatiello, V., Pasqualato,S., et al. (2014). Modular assembly of RWD domains on the Mis12 com-
plex underlies outer kinetochore organization. Mol. Cell 53, 591–605.
20. Petrovic, A., Pasqualato, S., Dube, P., Krenn, V., Santaguida, S., Cittaro,
D., Monzani, S., Massimiliano, L., Keller, J., Tarricone, A., et al. (2010).
TheMIS12 complex is a protein interaction hub for outer kinetochore as-
sembly. J. Cell Biol. 190, 835–852.
21. Kline, S.L., Cheeseman, I.M., Hori, T., Fukagawa, T., and Desai, A.
(2006). The human Mis12 complex is required for kinetochore assembly
and proper chromosome segregation. J. Cell Biol. 173, 9–17.
22. Cheeseman, I.M., Niessen, S., Anderson, S., Hyndman, F., Yates, J.R.,
3rd, Oegema, K., andDesai, A. (2004). A conserved protein network con-
trols assembly of the outer kinetochore and its ability to sustain tension.
Genes Dev. 18, 2255–2268.
23. Liu, S.-T., Rattner, J.B., Jablonski, S.A., and Yen, T.J. (2006). Mapping
the assembly pathways that specify formation of the trilaminar kineto-
chore plates in human cells. J. Cell Biol. 175, 41–53.
24. Gascoigne, K.E., and Cheeseman, I.M. (2013). CDK-dependent phos-
phorylation and nuclear exclusion coordinately control kinetochore as-
sembly state. J. Cell Biol. 201, 23–32.
25. Nishino, T., Takeuchi, K., Gascoigne, K.E., Suzuki, A., Hori, T., Oyama,
T., Morikawa, K., Cheeseman, I.M., and Fukagawa, T. (2012). CENP-T-
W-S-X forms a unique centromeric chromatin structure with a his-
tone-like fold. Cell 148, 487–501.
26. McWilliam, H., Li, W., Uludag, M., Squizzato, S., Park, Y.M., Buso, N.,
Cowley, A.P., and Lopez, R. (2013). Analysis Tool Web Services from
the EMBL-EBI. Nucleic Acids Res. 41, W597–W600.
27. Gascoigne, K.E., and Cheeseman, I.M. (2013). Induced dicentric chro-
mosome formation promotes genomic rearrangements and tumorigen-
esis. Chromosome Res. 21, 407–418.
28. Lampson, M.A., and Cheeseman, I.M. (2011). Sensing centromere ten-
sion: Aurora B and the regulation of kinetochore function. Trends Cell
Biol. 21, 133–140.
29. Emanuele, M.J., Lan, W., Jwa, M., Miller, S.A., Chan, C.S.M., and
Stukenberg, P.T. (2008). Aurora B kinase and protein phosphatase 1
have opposing roles in modulating kinetochore assembly. J. Cell Biol.
181, 241–254.
30. Akiyoshi, B., Nelson, C.R., and Biggins, S. (2013). The aurora B kinase
promotes inner and outer kinetochore interactions in budding yeast.
Genetics 194, 785–789.
31. Welburn, J.P.I., Vleugel, M., Liu, D., Yates, J.R., 3rd, Lampson, M.A.,
Fukagawa, T., and Cheeseman, I.M. (2010). Aurora B phosphorylates
spatially distinct targets to differentially regulate the kinetochore-micro-
tubule interface. Mol. Cell 38, 383–392.
32. Liu, D., Davydenko, O., and Lampson, M.A. (2012). Polo-like kinase-1
regulates kinetochore-microtubule dynamics and spindle checkpoint
silencing. J. Cell Biol. 198, 491–499.
33. Kim, S., and Yu, H. (2015). Multiple assembly mechanisms anchor the
KMN spindle checkpoint platform at human mitotic kinetochores.
J. Cell Biol. 208, 181–196.
